Single-crystal X-ray study T = 120 K Mean '(C±C) = 0.004 A Ê R factor = 0.041 wR factor = 0.086 Data-to-parameter ratio = 7.4
effectively planar coordination, as expected for amidic N, but, unexpectedly, the nitrophenyl substituent at C6 occupies an axial site. Within the fused-ring system, the bond lengths (Table 1) show several unexpected features. In particular, the bonds C3AÐC4 and C9ÐC9A are signi®cantly shorter than the other bonds in the carbocyclic aromatic ring, and the bond C4AÐN5 is very long for its type: the mean value for bonds of this type (Allen et al., 1987 ) is 1.371 A Ê . It may also be noted that the two carbonyl C O distances are identical, despite their different local environments.
The molecules of (I) are linked into chains by a combination of CÐHÁ Á ÁO and CÐHÁ Á Á%(arene) hydrogen bonds, augmented by a dipolar carbonyl±carbonyl interaction. Atoms C62 and C63 in the molecule at (x, y, z) act as hydrogen-bond donors, respectively, to amidic atom O51 and to the ring C61Ð C66, both in the molecule at ( 1 2 + x, 3 2 À y, z), and propagation of these interactions produces a chain of rings running parallel to the [100] direction and generated by the a glide plane at y = 0.75 (Fig. 2) . In addition, carbonyl atom O51 in the molecule at (x, y, z) forms a short contact with the carbonyl atom C51 in the molecule at (x À 1 2 , 3 2 À y, z): the OÁ Á ÁC distance is 3.001 (3) A Ê , the CÐOÁ Á ÁC angle is 150 (4) and the OÁ Á ÁCÐO angle is 87.4 (2) , indicative of a type I interaction (Allen et al., 1998) , which reinforces the [100] chain.
Two antiparallel chains of this type pass through each unit cell, generated by the a glide planes at y = 0.25 and 0.75, but there are no direction-speci®c interactions between adjacent chains. In particular, there are no %±% stacking interaction and no CÐHÁ Á ÁO hydrogen bonds involving the nitro O atoms.
Experimental
A mixture of 6-(4-nitrophenyl)-6,7-dihydro-5H-[1,3]dioxolo[4,5-g]-quinolin-8-one (250 mg, 0.71 mmol) (Donnelly & Farell, 1990 ) and acetic anhydride (3 ml) was heated at 353 K for 90 min. After reaction was complete (as shown by thin-layer chromatography), the solvent was removed under vacuum and the resulting solid was washed with water and then puri®ed by column chromatography on silica gel with chloroform±ethyl acetate Hydrogen-bonding geometry (A Ê , ). All H atoms were located in difference maps and subsequently treated as riding atoms, with distances CÐH = 0.95 (aromatic), 0.98 (methyl), 0.99 (CH 2 ) or 1.00 A Ê (aliphatic CH), and with U iso (H) = 1.2U eq (C), or 1.5U eq (C) for the methyl group. The value of the Flack parameter [0.2 (13); Flack, 1983] was indeterminate (Flack & Bernardinelli, 2000) , and hence the correct orientation of the structure relative to the polar axis direction could not be established (Jones, 1986) . Accordingly, the Friedel-equivalent re¯ections were merged prior to the ®nal re®nement.
Data collection: KappaCCD Server Software (Nonius, 1997); cell re®nement: DENZO±SMN (Otwinowski & Minor, 1997) program(s) used to re®ne structure: OSCAIL and SHELXL97 (Sheldrick, 1997); molecular graphics: PLATON (Spek, 2003) ; software used to prepare material for publication: SHELXL97 and PRPKAPPA (Ferguson, 1999) .
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